GAP of: 0964sid4 check: 9188 from: 1 to: 368 

WPDEF Case 0964 Rad23 SEQ ID NO: 4 corn 
Case 0964 Rad23 SEQ ID NO: 4 corn 

to: 0964DP32628 check: 3748 from: 1 to: 398 

WPDEF Case 0964D Rad23 SwissProt P32628 S. cerevisaie 
Case 0964D Rad23 SwissProt P32628 S. cerevisaie 

P32628. UV excision repai . . . [gi:418413] BLink, Domains, Links 

LOCUS P32628 398 aa linear PLN 15-SEP-2003 

DEFINITION UV excision repair protein RAD23. 

ACCESSION P32628 . . . 

Symbol comparison table: /app/gcg/10 . 2/gcgcore/data/rundata/blosum62 . cmp 
CompCheck: 1102 
BLOSUM62 amino acid substitution matrix. 

Reference: Henikoff, S. and Henikoff, J. G. (1992) . Amino acid 

substitution matrices from protein blocks. Proc. Natl. Acad. 
Sci. USA 89: 10915-10919. 

Gap Weight: 8 Average Match: 2.778 

Length Weight: 2 Average Mismatch: -2.248 

Quality: 348 Length: 412 

Ratio: 0.94 6 Gaps: 15 

Percent Similarity: 45.480 Percent Identity: 35.593 

Match display thresholds for the alignment ( s ) : 
I = IDENTITY 
: = 2 
. = 1 

0964sid4 x 0964DP32628 March 31, 2003 14:21 .. 

1 . MKLTVKTLKGTHFEIRVQPNDTIMAVK. KNIEEIQGKDSYPWGQQLLIF 48 

.1111 : . : | . . | I : I I : I . : I III: 

1 mvsltf knf kkekvpldlepsntiletktklaqsiscees . . . . qikliy 46 

4 9 NGKVLKDESTLEENKVNEDGFLVVMLSKGKTSGSTGTS . . . SSQHSNTPA 95 

.1111.1 LI . : .||.|.|... I . : . I I 

47 sgkvlqdsktvsecglkdgdqvvfmvsqkkstktkvteppiapesattpg 96 

96 TRQAPPLEAPQQAPQPPVAPITT . SQP . EGLPAQAPNTHDNAASNLLSGR 143 

I II I I I I I I . .1 

97 rensteaspstdasaapaatapegsqpqeeqtattertesastpgf vvgt 146 

144 NVDTIINQLMEMGGGSWDKDKVQRALRAAYNNPERAVEYLYSGIPVTAEI 193 

. I . : I I I I : : : . I : I I I I I I : I I I : I I I I I I III : 
147 ernetierimemg. . .yqreeveralraafnnpdraveyllmgip. .enl 191 

194 AVPIGGQGANTTDRAPTGEAGLSGIPNTAPLDLFPQGA. .SNAGGGA. . . 238 

I I I . I . I I I I I I I I I I I 

192 rqpepqqqtaaaaeqpstaattaeqp . . aeddlf aqaaqggnassgalgt 239 



♦J 



239 GGGPLDFLRNNP QFQAVREMVHTNPQILQPMLVELSKQNPQ 27 9 

II I . I . . I : . I I I : I I : I : I . I I 

240 tggatdaaqggppgsigltvedllslrqvvsgnpealapllenisarypq 289 

280 ILRLIEENHDEFLQLLNEP FEGG EGDFLD 308 

: | | : | . : I | II I I : : : 

2 90 lrehimanpevfvsmlleavgdnmqdvmegaddmvegedievtgeaaaag 339 

309 .QPEEDEMPHAISVTPEEQEAIGRLESMGFDRARVIEAFLACDRNEELAA 357 

II : I I I : : I I I I : I I : I I I : : I I I : I I I I I 

340 lgqgegegsfqvdytpeddqaisrlcelgferdlviqvyf acdkneeaaa 38 9 



358 
390 



NYLL . EHAGEED 368 
II : I I 

nilfsdhad. . . 398 



